Supplementary
The genes mapped to the five groups of genes illustrated in Figure 7A were intersected with the three functional groups of genes listed in Figure 3 . The number of altered genes in each cluster (b) was divided by the total number of genes in the cluster (n). The total number of genes in each functional group B was divided by 376 (N, the total number of differentially regulated genes in the dormancy model). An enrichment ratio (b/n)/(B/N) was then calculated. * indicates statistically significant enrichment (Fisher's exact test). 
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